A method to detect associations between two autosomal loci and a sex-linked locus is developed. The procedure is the natural extension of H ILL ' S method applied to three autosomal loci in random mating populations. The 
I. Introduction
The method that we develop here is an extension of H ILL ' S (1975) method for the detection of significant associations between several autosomal loci in random mating diploid populations. We have extended the method to sex linked loci, for a sample of males that have been analyzed by electrophoresis.
Assuming that we are working with a random mating population and that there are no evolutionary forces that can change the equilibrium status of that population, it is possible to get maximum likelihood estimates of male and female gametic (chromosomal) frequencies. In this case we use as data the male (zygotic) frequencies that have been detected by electrophoresis. A likelihood ratio test can be used to detect significant associations between alleles of different loci (linkage disequilibrium).
Due to the source of data, the extended method that we propose in the present paper permits us to estimate both the gametic frequencies coming from males as well as from female parents. It is also possible to test the associations for both sexes.
In the present study we deal with two autosomal and one sex-linked loci. To extend the analysis to more loci is only a quantitative problem. ELnrr!T-JoarrsoN (1971) , the iterative process converges to the maximum likelihood estimate of gametic frequency. The process can be followed until the required precision is attained.
The gametic counting method also permits us to distinguish between female and male gametic frequencies. Employing these frequencies, and ignoring the constant terms, the log-likelihood functions are :
These log-likelihood functions represent different models of association. In the case of L * (a/3y) we are considering the model of all the possible pairs of associations, excluding the three-locus association. As there is no explicit formula for the chromosome frequencies under this model, in the standard three dimensional contingency table, an iterative technique has been used to compute these three locus frequencies ( f f* Ai3 c, etc.). The procedure has to be modified for our situation : once the previous pair-wise frequencies have been fitted, find the frequencies, e.g. ff' ABC , satisfying the model using the iterative technique given by F IENBERG (1970, 1980 Groups of 10-20 pairs from the F, generation (collected from several cultures in such a way that males and females always came from different cultures) were placed in new culture bottles. Three hundred males of the F, generation were randomly chosen from the cultures and assayed by starch gel electrophoresis.
In the model a is Hk, {3 is Pgm, and y is 6Pgd. The more frequent allele at each locus is represented by A, B, and C, respectively, and the set of the less frequent alleles by a, b, and c, respectively. T HOMSON , 1986) . It is evident that the sample used is not large enough to study loci with alleles at low frequencies. However, the main objective of the present is to develop a method for detecting associations between loci of different chromosomes, especially among autosomal and sex-linked loci. We have no evidence of significant association between 6Pgd, sex-linked, and the autosomal loci. Similar results have also been obtained with the above mentioned correlation method (M ARJNKOVI é et al., 1987) .
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